Supplementary Table 2a. M-DT vs F-DT DMR (FDR<0.1)

Human Fold,

Homolog Conc_ Conc_ log2
DMR Close Emsembl Genes Gene Conc M F (M/F)  p-value FDR
chr1:8393356-8394063 4.8 4.2 5.2 {} -1.1 3.2E-07 9.1E-03
chr10:17454117-17454518 3.5 2.3 4.2 @ -1.9 8.5E-06  5.0E-02
chr10:18557823-18558179 3.9 3.0 4.4 @ -1.4 6.6E-06  5.0E-02
chr10:44032820-44033186 ENSSSCG00000019575 ue 3.2 2.0 3.9 @ -1.9 4.8E-06  5.0E-02
chr10:59726442-59727126 4.1 3.4 4.5 @ -1.1 1.2E-05 5.4E-02
chr11:18715761-18716089 3.1 1.9 3.7 @ -1.8 6.9E-06  8.8E-03
chr11:24828387-24828713 2.8 1.8 3.4 @ -1.6 4,0E-05  3.7E-02
chr11:26540979-26541398 ENSSSCG00000026206 3.1 2.4 3.6 @ -1.3 1.8E-04  8.2E-02
chr11:3988771-3990100 5.8 5.4 6.2 @ -0.8 3.7E-06  5.6E-03
chr11:403791-404223 4.1 3.4 4.6 @ -1.2 1.8E-06  3.1E-03
chr11:50628440-50628845 2.9 2.1 35 @ -1.4 1.2E-04 6.3E-02
chr11:57133485-57133981 3.7 4.2 3.1 ﬁ} 1.1 1.5E-04  7.2E-02
chrl1:6744428-6745865 5.5 5.8 5.2 ﬁ} 0.6 1.4E-04  7.2E-02
chr11:7042481-7042832 2.9 2.1 35 @ -1.4 1.1E-04 6.3E-02
chr11:70761778-70762451 4.6 3.9 5.0 @ -1.2 2.4E-04  9.9E-02
chr11:70827753-70828354 3.6 2.6 4.2 @ -1.5 1.4E-05 1.4E-02
chr11:7097151-7097597 3.6 2.7 4.2 @ -1.5 6.9E-07 1.9E-03
chr11:71730021-71730516 ENSSSCG00000023598 3.3 2.0 3.9 @ -1.9 1.2E-06  2.9E-03
chr11:7215446-7216213 ENSSSCG00000028065 5.0 4.4 5.5 @ -1.1 3.3E-07 1.5E-03
chr11:74261505-74262160 3.6 2.6 4.2 @ -1.6 1.3E-07 9.4E-04
chr11:74627947-74628487 3.2 3.8 2.4 ﬁ} 13 2.6E-04 1.0E-01
chr11:74641802-74642533 ENSSSCG00000009512 53 5.8 4.7 ﬁ} 11 8.5E-05 5.9E-02
chr11:74912602-74912990 3.4 3.9 2.6 ﬁ} 13 1.2E-04 6.3E-02
chr11:75771395-75772178 ENSSSCG00000020438 5S_rRNA 53 5.6 4.9 ﬁ} 0.7 5.0E-05 4.1E-02
chr11:76505020-76506081 ENSSSCG00000029926 ue 5.8 5.5 6.0 4 o5 1.7E-04  8.1E-02
chr11:76649016-76650253 5.5 5.8 5.2 ﬁ} 0.6 1.2E-04 6.3E-02
chr11:77379274-77379538 3.1 3.7 2.0 ﬁ} 1.7 5.7E-05 4.2E-02
chr11:79685997-79686309 3.6 4.2 2.5 ﬁ} 1.6 4.5E-07 1.6E-03
chr11:8042345-8042709 3.5 2.8 4.0 @ -1.2 1.1E-04 6.3E-02
chr11:81252307-81254702 6.6 6.3 6.8 @ -0.5 9.1E-06  1.1E-02
chr11:81566984-81567461 3.8 4.3 3.1 ﬁ} 1.2 5.7E-05 4.2E-02
chr11:81576425-81577428 5.7 5.2 6.1 @ -1.0 3.5E-08 4.9E-04
chr11:81668110-81669580 5.0 5.4 4.5 ﬁ} 0.9 4.0E-06 5.6E-03
chr11:82152727-82153346 3.8 2.7 4.4 @ -1.7 1.3E-05 1.4E-02
chr11:82415642-82416963 5.6 5.9 5.2 ﬁ} 0.8 1.9E-04 8.2E-02
chr11:82423688-82424298 4.8 5.2 4.1 ﬁ} 1.1 1.2E-04 6.3E-02
chr11:82441524-82442354 4.3 4.7 3.7 ﬁ} 1.0 2.6E-04 1.0E-01
chr11:82526244-82526852 4.5 5.1 3.4 ﬁ} 1.8 1.5E-06 2.9E-03
chr11:82871915-82872525 4.5 4.8 4.1 ﬁ} 0.8 2.5E-04 9.9E-02
chr11:83559517-83560749 5.4 5.7 5.1 ﬁ} 0.6 1.2E-04 6.3E-02
chr11:83758874-83759483 4.2 3.6 4.6 @ -1.0 2.4E-04  9.9E-02
chr11:83966689-83967378 4.5 4.0 4.9 @ -1.0 4.3E-05 3.7E-02
chr12:1672068-1672573 4.3 3.5 4.8 @ -1.3 1.8E-08 1.2E-04
chr12:18978464-18978772 ENSSSCG00000027878;

ENSSSCG00000026355 DBF4B 3.3 3.9 2.3 ﬁ} 1.7 3.8E-06  1.9E-02
chr12:2719801-2720267 3.5 2.6 4.0 @ -1.3 3.9E-05 1.0E-01
chr12:34623482-34624216 5.2 4.8 5.6 @ -0.8 7.3E-06  3.0E-02
chr12:4611837-4612794 5.6 5.2 6.0 @ -0.7 2.4E-05 7.1E-02
chr12:56660684-56661111 ENSSSCG00000017992 MFSD6L 3.3 3.8 2.4 ﬁ} 1.4 2.1E-05 7.1E-02
chr12:7936001-7936598 4.9 3.9 54 @ -1.5 1.2E-08 1.2E-04
chr12:7942124-7942517 4.0 2.6 4.6 @ -2.0 2.3E-12  4.7E-08
chr13:134188139-134188614 33 2.4 3.9 @ -1.4 2.1E-05 6.9E-02
chr13:194633660-194634097 3.2 3.8 2.3 ﬁ} 1.6 6.9E-06  4.0E-02
chr13:20622286-20623666 4.1 3.5 4.6 @ -1.0 2.6E-05 6.9E-02



chr13:213684600-213685108
chr13:214224190-214225333
chr13:216099272-216099922
chr13:55933062-55934018
chr13:56224828-56225206
chr13:59403421-59404107
chr14:114236236-114236817
chr14:144632182-144632484
chr14:147537047-147537393
chr14:21679863-21682086
chr14:26664757-26665426
chr14:99353243-99353922
chr15:143502137-143503029
chr15:146080485-146080949
chr15:152326700-152327720

chr15:152646144-152647014
chr15:153002643-153003041
chr15:92130747-92131139
chr17:12231714-12232821
chrl7:12247609-12248624
chr17:12300033-12300427
chr17:16308503-16309539
chr18:15295506-15295905
chr18:16457217-16457491
chr18:5948692-5949528
chr2:11343029-11343410

chr2:118320803-118321254
chr2:122991751-122992247
chr2:150151849-150152343
chr2:15916373-15917043
chr2:162483757-162484395
chr2:162518726-162519178
chr2:49426459-49426886
chr2:779749-780375
chr2:83982627-83983254
chr2:954892-955756
chr3:101324422-101324801
chr3:10223508-10223890
chr3:142907641-142908514
chr3:1895100-1895631
chr3:21173640-21174062
chr3:2645255-2646322
chr3:3046111-3046372
chr3:3484247-3484989
chr3:36705757-36706152
chr3:41815529-41816007
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